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NCTC 11168 LOS biosynthesis locus (13.48 kb) 
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OH4 384 MKKVI I AGNGPSLKEIDYSRLPNDFDVFRCNQFYFEDKYYLGKKC 4 5 
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LIKDLLRLPSDIKHYFKGK 291 

LIKDLLRLPSDIKHYFKGK 2 91 
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LIKDLIRLPSDIKHYLKEKYANKNR 294 

LIWDILRLPNDIKHALKSRKWD 231 
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